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Abstract
Background: Lippia sidoides Cham., also known as pepper-rosmarin, produces an essential oil in its leaves that is
currently used by the pharmaceutical, perfumery and cosmetic industries for its antimicrobial and aromatic
properties. Because of the antimicrobial compounds (mainly thymol and carvacrol) found in the essential oil, we
believe that the endophytic microorganisms found in L. sidoides are selected to live in different parts of the plant.
Results: In this study, the endophytic microbial communities from the stems and leaves of four L. sidoides
genotypes were determined using cultivation-dependent and cultivation-independent approaches. In total, 145
endophytic bacterial strains were isolated and further grouped using either ERIC-PCR or BOX-PCR, resulting in 76
groups composed of different genera predominantly belonging to the Gammaproteobacteria. The endophytic
microbial diversity was also analyzed by PCR-DGGE using 16S rRNA-based universal and group-specific primers for
total bacteria, Alphaproteobacteria, Betaproteobacteria and Actinobacteria and 18S rRNA-based primers for fungi.
PCR-DGGE profile analysis and principal component analysis showed that the total bacteria, Alphaproteobacteria,
Betaproteobacteria and fungi were influenced not only by the location within the plant (leaf vs. stem) but also by
the presence of the main components of the L. sidoides essential oil (thymol and/or carvacrol) in the leaves.
However, the same could not be observed within the Actinobacteria.
Conclusion: The data presented here are the first step to begin shedding light on the impact of the essential oil in
the endophytic microorganisms in pepper-rosmarin.
Keywords: Lippia sidoides, Essential oil, Stem, Leaf, Endophytic bacteria and fungi, Plant-microorganism interaction
Background
Lippia sidoides Cham., popularly known as pepper-ros-
marin, is an aromatic and medicinal plant species of the
family Verbenaceae. This plant is a typical shrub com-
monly found in northeast Brazil that produces a highly
scented essential oil in its leaves. The L. sidoides essen-
tial oil has potential economic value because of its in-
dustrial use in the commercial production of perfumes,
creams, lotions and deodorants [1]. Moreover, the leaves
of L. sidoides are also extensively used in folk medicine
for the treatment of acne, wounds, skin and scalp
infections [1], allergic rhinitis and vaginal, mouth and
throat infections [2]. When tested against different
pathogenic bacteria, including Staphylococcus aureus
and Pseudomonas aeruginosa, as well as different fungi,
including yeasts, dermatophytes and filamentous fungi,
the essential oil from L. sidoides proved to be very
promising as an antimicrobial compound [3,4]. Add-
itionally, it has been previously demonstrated that the L.
sidoides essential oil has insecticidal activity against the
coleopteran Tenebrio molitor, larvicidal activity against
Aedes aegypti linn and acaricidal activity against the
two-spotted spider mite (Tetranychus urticae Koch)
[5-7]. Thus, the essential oil produced by L. sidoides is of
great interest and value because of its bactericidal, fungi-
cidal, molluscicidal and larvicidal properties.
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The major constituents of the essential oil of L. sidoides
are thymol and carvacrol, which are responsible for the re-
markable inhibitory activity against microorganisms
[1,8,9]. However, the environmental conditions (such as
soil type, the use of organic or mineral fertilizers,
temperature, humidity and exposure to the sun and wind)
where L. sidoides is cultivated may influence the chemical
composition of the volatile oils [9,10]. Additionally, the
amount of the essential oil components produced can vary
depending on the plant genotype [11].
In other plants, the presence of intracellular bacteria
found in association with the essential oil cells, such as the
lysigen lacunae in vetiver root (Chrysopogon zizanioides),
and the participation of bacteria in the biotransformation
of essential oils have been previously demonstrated [12-14].
However, no evidence exists to suggest the participation of
the endophytic microbial community in the transformation
of the essential oil in L. sidoides, which appears to be asso-
ciated with plant trichomes [15]. Here, we hypothesize that
this community is influenced by the production of the vola-
tile compounds of the essential oil in L. sidoides leaves. To
the best of our knowledge, few studies concerning the mi-
crobial endophytic community associated with L. sidoides
have been performed to date that specifically use the geno-
types and environmental conditions of northeast Brazil.
Thus, the microbial communities from the stems and leaves
of four L. sidoides genotypes (LSID003, LSID006, LSID104
and LSID105), which show different amounts of carvacrol
and thymol, were determined using cultivation-dependent
and cultivation-independent approaches. We used 16S
rRNA-based universal and group-specific primers for total
bacteria, Alphaproteobacteria, Betaproteobacteria and Acti-
nobacteria, as well as 18S rRNA-based primers for fungi, in
combination with molecular (PCR-DGGE) and statistical
(Principal Component Analysis - PCA) tools to evaluate
whether the essential oil affects the endophytic microbial
community in pepper-rosmarin.
Methods
Plants, sampling and experimental conditions
This study was conducted at the Experimental Farm “The
Rural Campus of UFS”, located in São Cristóvão (geograph-
ical coordinates: latitude 11°000 S and longitude 37° 120 W)
in northeast Brazil. The soil of this area is characterized as a
red-yellow argisoil with the following chemical characteris-
tics: pH – 5.4; organic matter – 21.1 g dm-3; P – 2.3 mg dm-
3; K – 0.09 cmolc dm-3 (Mehlich 1); Ca +Mg – 2.70 cmolc
dm-3; Al – 0.71 cmolc dm-3; S - SO4
2−– 0.76 cmolc dm-3; Zn
– 0.97 mg dm-3, Cu – 0.66 mg dm-3; Fe – 82.9 mg dm-3; and
Mn – 2.76 mg dm-3. The seedlings were produced by utiliz-
ing approximately 15 cm-staked herbaceous offshoots. A
mixture of washed coconut shell powder and washed sand
(2:1) and 20 g l-1 of BiosafraW organomineral biofertilizer
(3-12-6) were used as substrata for the rooted cuttings.
Seedlings of approximately 20 cm were then taken to the
field. The experimental plot consisted of rows with spaces of
1 m between the rows and 1 m between plants. The soil was
first fertilized with 3 l per m2 of aged bovine manure and
four L. sidoides genotypes (LSID003, LSID006, LSID0104
and LSID0105) showing differences in their origin and the
composition of the essential oils produced were planted in
each row. The chemical composition of the essential oil pro-
duced by each genotype has been previously described by
Blank et al. [16] and is summarized in Table 1. Drip irrigation
was conducted daily.
Three plants of each L. sidoides genotype were har-
vested in the morning period with the plants in full
flower, and 20 pieces of stems (approximately 30 cm in
length) with leaves were sampled from each plant.
Stem and leaf samples were surface sterilized by rinsing
with 70% ethanol for 2 min, 2.5% sodium hypochlorite for 5
min, 70% ethanol for 30 sec and then washing three times
with sterile distilled water. Only the stem samples were sub-
jected to UV light exposure for 5 min prior to the final water
wash. To check the efficiency of the disinfection procedure,
100 μl of the water used in the last wash was plated onto
Trypticase Soy Broth (TSB) agar-containing plates and incu-
bated for 5 days at 32°C. Samples that were not contami-
nated according to the culture-dependent sterility test were
cut into pieces of approximately 5 cm, 3 g of each stem and
leaf samples were homogenized with 10 ml of sterile distilled
water in a sterilized mortar and pestle and used for counting
and isolation of endophytic bacterial strains and for DNA
isolation.
Counting, isolation and DNA extraction of endophytic
bacterial strains
To determine the colony forming units per ml (CFU ml-1) in
the stems and leaves of the different L. sidoides genotypes,
each macerated sample (1 ml) obtained after disinfection was
mixed with 9 ml of distilled water, and serial dilutions of
these samples were plated onto TSB agar plates containing
1% nystatin (50 μg ml-1) and incubated for 5 days at 32°C.
Colonies presenting different morphological characteristics
in each plate used were selected for further purification. Bac-
terial cultures were stored at −80°C in TSB with 10% gly-
cerol. All isolates were first divided based on their Gram
staining characteristics. Genomic DNA was extracted from
all bacterial strains using the protocol described by Pitcher
et al. [17]. DNA preparations were separated by electrophor-
esis on an 0.8% agarose gel in 1X Tris/Borate/EDTA (TBE)
buffer [18] and visualized to assess their integrity, then stored
at 4°C prior to PCR amplification.
BOX-PCR, ERIC-PCR and the molecular identification of
selected bacterial strains
Amplification reactions using the primers BOXA1R [19] and
ERIC1R and ERIC2F [20] were performed in the following
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mix: 1 μl (50–100 ng) of target DNA; 5 μl of 5X PCR buffer
(Promega, RJ, Brazil); 2.5 mM (ERIC) or 3.75 mM (BOX)
MgCl2; 0.5 mM dNTP; 0.4 μM and 1 μM of the primers
ERIC1R - ERIC2F or BOXA1R, respectively; and 0.5 U (ERIC)
or 1.25 U (BOX) of Taq polymerase in a 25 μl final volume.
The cycle applied was 1 × [7 min at 95°C], 35 × [1 min at
94°C, 1 min at 52°C (with ERIC primers) or 53°C (with
BOXA1R primer), 8 min at 65°C] and a final extension of 16
min at 65°C. Negative controls (without DNA) were run dur-
ing all amplifications. Agarose gel electrophoresis of PCR pro-
ducts was performed using 1.4% agarose in 1X TBE buffer at
90 V for 4 h at room temperature. The BOX and ERIC-PCR
results were collected into matrices indicating the pres-
ence or absence (scored as 1 or 0, respectively) of bands.
Dendrograms were constructed using Dice similarity coef-
ficients and the unweighted pair group method with arith-
metic mean (UPGMA) through the BioNumerics software
package (Applied Maths, Ghent, Belgium).
For molecular identification of the selected isolates,
their 16S rRNA coding gene was amplified by PCR using
the pair of universal primers pA and pH and the condi-
tions described in Massol-Deya et al. [21]. The PCR pro-
ducts were then sequenced by Macrogen (South Korea).
The partial 16S rRNA gene sequences (~800 bp) were
identified using the BLAST-N tool (http://blast.ncbi.nlm.
nih.gov/) on the National Center for Biotechnology In-
formation (NCBI) website using the GenBank non-
redundant database. A phylogenetic tree was constructed
based on partial 16S rRNA gene sequences using the
neighbor-joining method. MEGA 5.1 software was used
to calculate Jukes-Cantor distances. Bootstrap analyses
were performed with 1,000 repetitions, and only values
higher than 50% are shown in the phylogenetic tree.
Susceptibility of the bacterial isolates to the essential oil
obtained from L. sidoides genotypes LSID006 and LSID104
The determination of the minimum inhibitory concen-
tration (MIC) was performed using a serial dilution
technique in 0.2 ml thin-walled 8 strip cap microtubes
as recommended by CLSI M7-A4 for bacteria [22]. Bac-
terial isolates from the four genotypes were tested for
susceptibility. The investigated essential oils containing
contrasting amounts of thymol and carvacrol (Table 1)
were diluted seven times using doubling dilution, from 4
to 0.03 mg ml-1, and 1 μl of each dilution was added to
189 μl TSB with 10 μl of the bacterial suspension (cells
grown to a O.D. = 0.09 at 625 nm, then diluted 50X in
TSB). The microtubes were incubated for 48 h at 32°C.
Positive controls consisted of inoculated growth medium
without the essential oil. The results were based on vis-
ual growth of bacterial strains, which was confirmed
after the aseptic addition of 30 μl of resazurin to the
tubes and further incubation at 32°C for 30 min. The
MIC was defined as the minimum concentration of the
essential oil resulting in complete growth inhibition [23].
A paired two-sample t-test was used to compare the
growth range of the strains tested with different concen-
trations of both essential oils. P values of <0.05 were
considered statistically significant.
DNA extraction from stem and leaf samples
The total microbial community DNA was extracted dir-
ectly from stem and leaf samples (0.5 g of each sample
in triplicate) using the FastPrep Spin kit for soil DNA
(BIO 101 Systems, CA, USA). DNA preparations were
visualized after electrophoresis in a 0.8% agarose gel in
1X TBE buffer to assess their integrity and then stored
at 4°C prior to PCR amplification.
PCR amplification of 16S rRNA and 18S rRNA coding
genes from stem and leaf samples for use in DGGE
Fragments of 16S rRNA and 18S rRNA genes were PCR
amplified using DNA from stem and leaf samples and
the primers listed in Table 2 under the conditions previ-
ously described for each pair of primers [24-30].
DGGE and statistical analysis
DGGEs were performed using a Bio-Rad DCode Universal
Mutation Detection System (Bio-Rad Laboratories, Munich,
Germany). PCR products (approximately 300 ng) were ap-
plied directly to 8% (w/v) polyacrylamide gels in 1X TAE
buffer (40 mM Tris-acetate [pH 8.3] and 1 mM disodium
Table 1 Genotypes of pepper-rosmarin (Lippia sidoides Cham.), their origins, and the major constituents and yield of
their essential oils
Major chemical constituents (%)*
Genotype Origin Thymol Carvacrol Oil yield (ml plant-1)
LSID003 Mossoró - RN (05° 080 28.3’’ S; 37° 230 58.0’’ W) 70.9 – 90.8 0.2 – 0.0 5.79
LSID006 Tabuleiro do Norte - CE (05° 140 05.4’’ S; 38° 110 35.0’’ W) 66.4 – 81.1 0.4 – 0.3 4.95
LSID104 Poço Redondo - SE (09° 580 09.2’’ S; 37° 510 50.3’’ W) 7.5 – 8.2 45.3 – 56.1 2.83
LSID105 Poço Redondo - SE (09° 580 12.9’’ S; 37° 510 49.2’’ W) 69.6 – 79.3 0.2 – 0.2 1.71
* These values correspond to individual measures performed in two consecutive years [16].
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EDTA) containing a denaturing gradient of urea and forma-
mide varying from either 40 to 60% (total bacteria, Alpha-
proteobacteria, Betaproteobacteria and Actinobacteria) or
20 to 70% (fungal community). The gels were run for 16 h
at 60°C and 65 V. After electrophoresis, the gels were
stained for 30 min with SYBR Green I (Invitrogen - Mo-
lecular Probes, Eugene, OR, USA) and photographed under
UV light using a STORM apparatus (Amersham Pharmacia
Biotech, Munich, Germany). The dendrograms were con-
structed after image capture and analysis using the Dice
correlation coefficient, and cluster analysis was performed
by the unweighted pair group method with average linkages
(UPGMA) using the BioNumerics software.
Some bands were retrieved from the gels (marked in
Figures 1, 2 and 3), reamplified as described above, and
sequenced using each of the forward primers previously
used (without a GC clamp). The partial 16S rRNA and
18S rRNA gene sequences were identified using the
BLAST-N tool on the NCBI website and the GenBank
non-redundant database.
The DGGE gels were analyzed to evaluate the distribu-
tion of the species and to correlate the profiles obtained
with the L. sidoides essential oil constituents. Principal
component analysis (PCA) was used as described previ-
ously [31] using the PC-ORD statistical software [32].
Nucleotide sequence accession numbers
The nucleotide sequences determined in this study for the
culturable bacterial community were deposited in the
GenBank database under accession numbers JX471071 –
JX471146 and for the DGGE band sequences in the DDBJ
database under accession numbers AB778305 to AB778478.
Results
The bacterial community in the stems and leaves of four
L. sidoides genotypes as determined by a cultivation-
dependent approach
After disinfecting the stems and leaves of the different L.
sidoides genotypes, serial dilutions of these samples were
plated onto TSB agar plates for counting and selection of
bacterial strains. Table 3 shows the determination of the
colony forming units (CFU ml-1) in the stems and leaves.
Across the four genotypes, the number of bacterial cells
varied from zero to 1.6 × 103 CFU ml-1 in the leaves and
1.2 to 3.4 x 105 CFU ml-1 in the stems. Colonies presenting
different morphologies in each plate used for counting
were selected for further characterization. In total, 145
strains were collected: for stems, 37 were from LSID003,
36 from LSID006, 26 from LSID104 and 29 from LSID105;
17 strains were collected from the leaves of LSID105. The
strains were then Gram-stained; 96 of the strains were
Gram-negative and 49 were Gram-positive (Table 3). DNA
from both Gram-negative and Gram-positive strains was
then amplified using ERIC and BOX-PCR, respectively, for
a preliminary screening of their diversity. Based on 70%
similarity, 76 groups were formed: 49 groups originated
from ERIC-PCR and 27 from BOX-PCR. While different
groups were formed by a single strain, others were formed
by two to six strains (data not shown).
PCR fragments (~800 bp) obtained from part of the
16S rRNA coding gene of one representative strain
belonging to different ERIC and BOX groups were
sequenced, and the sequences obtained were compared
to those in GenBank using the BLAST-N tool. Different
genera could be associated with the sequences analyzed
Table 2 Universal bacterial primers and group-specific primers (based on 16S rRNA) and fungal primers (based on 18S
rRNA) used for PCR amplification of L. sidoides stem and leaf DNA for DGGE evaluation
Communities Primers Reference Sequences a
Total bacteria *U968/L1401 [26] *50ACCGCGAAGAACCTTAC30/
50GCGTGTGTACAAGACCC30
Total bacteria 799F/1492R [29] 50AACMGGATTAGATACCCKG30/
*U968/L1401 [26] 50TACGGYTACCTTGTTACGACT30
Alphaproteobacteria F203α/L1401 [30] 50CCGCATACGCCCTACGGGGGAAAGATTTAT30
*U968/L1401 [26]
Betaproteobacteria F948β/L1401 [30] 50CGCACAAGCGGTGGATGA30
*U968/L1401 [26]
Actinobacteria F243/L1401 [27] 50 GGATGAGCCCGCGGCCTA 30
*U968/L1401 [26]
Fungi EF4/ITS4 [28] 50GGAAGGGRTGTATTTATTAG30/
*ITS1f/ITS2 [24] 50 TCCTCCGCTTATTGATATGC30
[25] *50CTTGGTCATTTAGAGGAAGTAA30/
[24] 50GCTGCGTTCTTCATCGATGC30
a The sequences correspond to the primers in bold.
* Primer with a 40 bp GC-clamp (5
0
- CGCCCGCCGCGCGCGGCGGGCGGGGCGGGGGCACGGGGGG –3
0
) attached.
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(Figure 4), with the majority of the strains (66.2%) being
associated with Gammaproteobacteria and the remaining
ones with Firmicutes and Actinobacteria. Strains isolated
from the leaves were predominantly related to Firmicutes
or Actinobacteria. While some genera/species were found
exclusively in one genotype (for example: Stenotrophomo-
nas maltophila was only found in the stems of LSID104
and Pseudomonas psychrotolerans, Brevibacterium casei
and Citrobacter freundii/C. murliniae in LSID003), others
could be detected in all genotypes, such as Pantoea/Erwinia
and Enterobacter cowanii. Two other genera (Bacillus and
Corynebacterium) were exclusively found in the leaves of
LSID105 (Figure 4). The isolates found were associated
with B. nealsonii/B. circulans and C. variabilis, respectively.
The most diverse culturable endophytic bacterial commu-
nity was observed within the stems of the LSID003 geno-
type, while the least diverse was found in the stems of
LSID105 (Figure 4).
To determine the susceptibility of the bacterial isolates
to the essential oil obtained from L. sidoides genotypes
LSID006 and LSID104 containing contrasting amounts of
thymol and carvacrol (Table 1), MICs were determined by
a doubling dilution technique using the two essential oils
at eight concentrations (from 4 to 0.03 mg ml-1). From the
Figure 1 Denaturing gradient gel electrophoresis (DGGE) fingerprints of bacterial 16S rRNA gene fragments amplified from stem and
leaf DNA templates obtained from four genotypes of Lippia sidoides using the primers (a) U968/L1401 [26] and (b) 799F/1492R [29]
followed by U968/L1401. Two gels were used to compose this figure. Lanes 1, 2, 3, 4, 10 , 20 , 30 , 40 – stem samples and 5, 6, 7, 8, 50 , 60 , 70 , 80 – leaf
samples from genotypes LSID003, LSID006, LSID104 and LSID105, respectively. Lanes marked with M correspond to a 1 kb ladder (Promega). Letters A
and B followed by numbers indicate bands that were extracted from the gels a and b, respectively, for sequence analysis. The right side shows the
corresponding dendrograms obtained after cluster analysis with mathematical averages (UPGMA) and Dice similarity coefficients comparing the total
bacterial 16S rRNA gene fragments amplified from stem and leaf DNA templates obtained from four genotypes of L. sidoides. The genotypes are
represented by the three first numbers (LSID - 003, 006, 104 and 105), followed by C or F for stem and leaf samples, respectively, and T1 and T2
corresponding to the replicates.
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MIC determination (Figure 5), 85.7% and 74.6% of the
strains tested presented a MIC ≥ 0.25 mg ml-1 for the es-
sential oil from genotypes LSID006 and LSID104, respect-
ively, suggesting an intermediate susceptibility of the
isolates to the presence of both essential oils. When a
paired two-sample t-test was used, the strain susceptibility
pattern against each of the essential oils was considered
statistically significant (P = 0.05).
The bacterial community in the stems and leaves of four
L. sidoides genotypes as determined by a cultivation-
independent approach
In a cultivation-independent approach (PCR-DGGE), the
endophytic bacterial, actinobacterial and fungal communi-
ties were evaluated with respect to their structures in the
stems and leaves of L. sidoides genotypes. Highly reprodu-
cible PCR-DGGE profiles were obtained from triplicate
samples (stems and leaves from the four genotypes) from
all communities evaluated in our experiment, indicating
the robustness of the PCR-DGGE analyses (data not
shown). To facilitate the comparison and further extrac-
tion of bands, two replicates per sample were loaded onto
each gel.
The total bacterial community was first evaluated
using the 16S rRNA primer pairs described by Nübel
et al. [26]. The DGGE profiles were found to be very
similar when DNA samples (stems or leaves) obtained
from the four genotypes were compared. However, the
same was not observed when the stem-derived samples
were compared to leaf-derived samples (Figure 1a).
(See figure on previous page.)
Figure 2 Denaturing gradient gel electrophoresis (DGGE) fingerprints of bacterial 16S rRNA gene fragments amplified from stem and
leaf DNA templates obtained from four genotypes of Lippia sidoides using the primers (a) F203α/L1401 and U968/L1401 [26,30]
specific for Alphaproteobacteria, (b) F948β/L1401 and U968/L1401 [26,30] specific for Betaproteobacteria and (c) F243/L1401 and
U968/L1401 [26,27] specific for Actinobacteria. Two gels were used to compose figures (a), (b) and (c). Lanes 1, 2, 3, 4, 10 , 20 , 30 , 40 – stem
samples and 5, 6, 7, 8, 50 , 60 , 70 , 80 – leaf samples from genotypes LSID003, LSID006, LSID104 and LSID105, respectively. Lanes marked with M
correspond to a 1 kb ladder (Promega). Letters C, D and E followed by numbers indicate bands that were extracted from the gels a, b and c,
respectively, for sequence analysis. The right side shows the corresponding dendrograms obtained after cluster analysis with mathematical
averages (UPGMA) and Dice similarity coefficients comparing group-specific 16S rRNA gene fragments amplified from stem and leaf DNA
templates obtained from four genotypes of L. sidoides. The genotypes are represented by the three first numbers (LSID - 003, 006, 104 and 105),
followed by C or F for stem and leaf samples, respectively, and T1 and T2 corresponding to the replicates.
Figure 3 Denaturing gradient gel electrophoresis (DGGE) fingerprints of fungal 18S rRNA gene fragments amplified from stem and
leaf DNA templates obtained from four genotypes of Lippia sidoides using two sets of primers - EF4/ITS4 [27,28] and ITS1f/ITS2 [24,25].
Lanes 1, 2, 3, 4, 10 , 20 , 30 , 40 – stem samples and 5, 6, 7, 8, 50 , 60 , 70 , 80 – leaf samples from genotypes LSID003, LSID006, LSID104 and LSID105,
respectively. Lanes marked with M correspond to a 1 kb ladder (Promega). The letter F followed by numbers indicates bands that were extracted
from the gels for sequence analysis. The right side shows the corresponding dendrogram obtained after cluster analysis with mathematical
averages (UPGMA) and Dice similarity coefficients comparing the fungal 18S rRNA gene fragments amplified from stem and leaf DNA templates
obtained from four genotypes of L. sidoides. The genotypes are represented by the three first numbers (LSID - 003, 006, 104 and 105), followed by
C or F for stem and leaf samples, respectively, and T1 and T2 corresponding to the replicates.
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Although certain common bands were detected in all of
the samples, it appears that the colonization of the interior
of the stems of L. sidoides is dominated by strains that are
different from those found in the leaves. Cluster analysis
corroborated the visual interpretation of the DGGE pro-
files, as stem-derived samples were separated from leaf-
derived samples at approximately 50% (Figure 1a). Some
bands (marked with the letter A, followed by a number)
were retrieved from the gel, reamplified and sequenced.
Phylogenetic comparison of 14 bands revealed seven
sequences affiliated with Enterobacter sp. (A2-A4, A7-
A10), one with Pantoea sp. (A5) and six with chloroplast
DNA (A1, A6, A11-A14).
To minimize the annealing of the 16S rRNA-based
primers with chloroplast DNA, a nested-PCR using the
primers described by Chelius and Triplett [29] in the
first round of amplification was chosen to re-evaluate
the endophytic bacterial community in L. sidoides. An
increase in the number of bands in the DGGE gel was
observed, resulting in the sequencing of 30 bands
(marked in Figure 1b with the letter B, followed by a
number). Likewise, the diversity of genera also increased
with the phylogenetic affiliation of the PCR fragments,
and sequences related to Pantoea (B8, B10, B11, B13,
B14, B29), Pseudomonas (B1, B3, B4, B9, B30), Entero-
bacter (B6, B20, B25, B28), Erwinia (B2, B12), Cronobac-
ter (B26, B27), Rhizobium (B5), Lactococcus (B7), and
Escherichia (B24) could be found. Similar to the identifi-
cation of the bacterial isolates, members of the Gamma-
proteobacteria were predominant in the endophytic
bacterial community found in L. sidoides when molecu-
lar techniques were used. However, the remaining eight
bands analyzed in Figure 1b, predominantly found in the
leaves, were related to chloroplast DNA. Moreover, from
the cluster analysis, we observed that stem-derived and
leaf-derived samples were separated into two groups
(Figure 1b), as previously demonstrated when the pri-
mers U968 and L1401 were used in a single PCR ampli-
fication round. L. sidoides genotypes do not seem to
influence the endophytic bacterial community as much
as the location in the plant where this community is
found (stem vs. leaf ) does (Figure 1b).
Because the Gammaproteobacteria appeared to pre-
dominate inside the L. sidoides plants studied, which
made it difficult to recover members of the bacterial
community found in low numbers, primers for specific
bacterial groups were used to detect Alphaproteobac-
teria, Betaproteobacteria and Actinobacteria. When the
nested-PCR described in Gomes et al. [30] for detecting
Alphaproteobacteria was used, a clear distinction be-
tween the leaf-derived profiles and those from the stems
could be observed in DGGE (Figure 2a). Twenty-five
bands were retrieved from the gel (marked in Figure 2a
with the letter C, followed by a number), and the result-
ing sequencing allowed the identification of predomin-
antly Rhizobium sp. (15 bands: C1, C4-C15, C17, C20).
One sequence could be associated with Balneimonas
(C18) and another with Agrobacterium (C19). Still, five
selected bands were related to chloroplast DNA (C2, C3,
C16, C24, C25). However, two sequences were affiliated
with the genus Cronobacter (C21, C22) and one band
with Pantoea (C23), both of which belong to the Gam-
maproteobacteria. In the dendrogram, profiles obtained
from stems were separated from those obtained from
leaf samples at 40% similarity (Figure 2a). Again, a more
prominent influence of the location within the plant
could be observed within the community of Alphapro-
teobacteria found inside the four genotypes of L.
sidoides.
Endophytic Betaproteobacteria found in the leaves and
the stems of L. sidoides were determined using the pri-
mers described by Gomes et al. [30]. DGGE profiles
(Figure 2b) show that the location in the plant where the
Betaproteobacteria community was found also influenced
the structure of this community, although this observation
is more evident within the leaf-derived community. Clus-
ter analysis corroborated the visual interpretation of the
DGGE profiles because leaf-derived samples formed a
Table 3 Determination of the colony forming units per ml and characterization of the isolates in the stems and leaves
of four Lippia sidoides genotypes
STEMS LEAVES
Genotypes: LSID003 LSID006 LSID104 LSID105 LSID003 LSID006 LSID104 LSID105
CFU ml-1 (mean ±
standard deviation)
1.2 ± 0.06 × 105 a 3.4 ± 0.15 × 105 b 1.2 ± 0.08 × 105 a 2.6 ± 0.22 × 105 c 0 d 0 d 0 d 1.6 ± 0.4 × 103 e
Number of isolates 37 36 26 29 0 0 0 17
Gram-positive (%) 24.3 22.2 69.2 0 0 0 0 82.5
Gram-negative (%) 75.7 77.8 30.8 100 0 0 0 17.7
Actinobacteria (%) 8.1 2.8 19.2 0 0 0 0 5.9
Firmicutes (%) 13.5 19.4 50 0 0 0 0 82.3
Gammaproteobacteria (%) 78.4 77.8 30.8 100 0 0 0 11.8
Values with the same letter are not statistically different based on the t-test at p = 0.05.
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group at 74% (Figure 2b). Plants from the genotype
LSID105 appeared to select for the Betaproteobacteria
community present in their stems, as a separate group
was formed in the dendrogram at less than 20%. Further-
more, some bands (marked with the letter D, followed by
a number) were retrieved from the gel, reamplified and
sequenced. Phylogenetic comparison of 26 bands revealed
seven sequences affiliated with the genus Ralstonia
(D3-D6, D8, D18, D19), four with Acidovorax (D22, D24-
D26), three with Massilia (D2, D11, D17), two with
 Pantoea anthophila (EF688010.1); Erwinia uredovora (U80209.1)
 Pantoea agglomerans (AJ233423.1)
 Pantoea dispersa (DQ504305.1)
 105.3
 006.14
 105.1F
 105.16
 105.17
 105.30
 Escherichia albertii (AJ508775.1)
 006.33
 003.22
 Shigella sonnei (FR870445.1)
 Escherichia coli (X80725.1)
 003.14; 003.20; 006.20; 006.22; 006.34; 105.22
 Escherichia hermannii (JN175345.1)
 003.21
 Enterobacter cowanii (AJ508303.1)
 006.24
 Klebsiella oxytoca (AF129440.1)
 105.19
 Raoultella terrigena (Y17658.1)
 Leclercia adecarboxylata (JN175338.1)
 003.15
 006.25
 Citrobacter freundii (AJ233408.1); Citrobacter murliniae (AF025369.1); 003.8; 003.13
 Pseudomonas oleovorans (D84018.1)
 Pseudomonas psychrotolerans (AJ575816.1)
 003.27
 Stenotrophomonas maltophilia (AB294553.1)
 104.28
Gammaproteobacteria
 Curtobacterium flaccumfaciens (AJ312209.1)
 003.35
 104.26
 104.21
 104.20
 104.19
 003.38
 Curtobacterium citreum (X77436.1)
 Microbacterium imperiale (X77442.1)
 Microbacterium arborescens (X77443.1)
 Microbacterium schleiferi (Y17237.1)
 006.47
 Brevibacterium casei (AJ251418.1)
 003.26
 Corynebacterium variabilis (AJ222815.1)
 105.17F
Actinobacteria
 006.27; 104.3; 104.5; 104.7
 Lactococcus lactis (AB100803.1)
 003.41
 Paenibacillus xylanilyticus (AY427832.1)
 105.11F
 Paenibacillus xylanexedens (EU558281.1)
 Paenibacillus amylolyticus (D85396.2)
 Paenibacillus borealis (AJ011322.1)
 105.4F
 Paenibacillus hunanensis (EU741036.2)
 003.17
 Paenibacillus illinoisensis (AB073192.1)
 105.5F
 Paenibacillus urinalis (EF212892.1)
 003.25
 105.10F
 105.16F
 105.3F
 Bacillus nealsonii (EU656111.1)
 Bacillus circulans (AY724690.1)
 Enterococcus mundtii (AF061013.1)
 003.43
 104.27
 006.35
 Enterococcus casseliflavus (AF039903.1)
 Enterococcus gallinarum (AF039900.1)
 104.13
 104.15
Firmicutes
 Bacteroides acidofaciens (AB021164.1)
100
100
100
99
63
100
94
68
100
68
75
100
70
71
79
64
66
91
89
69
99
98
92
87
100
67
97
100
53
61
95
77
87
81
64
100
52
53
0.05
Figure 4 Phylogenetic tree based on the 16S rRNA gene sequences (~800 pb) showing the relationship between the representative
strains belonging to different BOX or ERIC groups with sequences of related species found by Blast searches. The tree was constructed
based on the neighbor-joining method. Bootstrap analyses were performed with 1000 repetitions and only values higher than 50 % are shown.
The GenBank accession number of each bacterial species is enclosed in parentheses. The name of the isolated strains is formed by the different
Lippia sidoides genotypes (LSID - 003, 006, 104 and 105), followed by a number. The number preceded by a black triangle and followed by the
letter F corresponds to a strain isolated from the leaf samples, while without the triangle and the letter F from stem samples. The symbols (■)
and (●) in the tree branches represent the isolates 003.1; 003.4; 003.5; 003.32; 003.34; 006.1; 006.2; 006.4; 006.7; 006.8; 006.10; 104.24; 105.1; 105.28
and 003.10; 003.12; 003.23; 003.24; 006.13; 006.16; 006.17; 006.18; 006.51; 104.10; 105.6; 105.12, respectively.
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Burkholderia (D9, D20) and one band related to each of
the following genera: Comamonas (D23), Cupriavidus
(D1), Stenotrophomonas (D7), Enterobacter (D12), Crono-
bacter (D14) and Pantoea (D15). Unexpectedly, the last
four genera do not belong to the Betaproteobacteria, but
rather to the Gammaproteobacteria which was the pre-
dominant class observed in total bacterial community in-
side the L. sidoides plants studied. Bands D10, D13, D16
and D21 were related to chloroplast DNA. While the gen-
era Comamonas and Acidovorax were only found in leaf
samples, Cupriavidus appears to be exclusive to stems.
For the structure characterization of Actinobacteria,
the PCR amplification was performed as described in
Heuer et al. [27]. DGGE profiles showed that the sam-
ples from either the leaves or the stems were less similar
among the genotypes than for the other communities
studied (Figure 2c). Based on the dendrogram, no spe-
cific groupings were observed. The location where the
actinobacterial community was found (stem vs. leaf )
does not seem to influence its structure. Similar to the
Betaproteobacteria, plants from the genotype LSID105
may have selected the actinobacterial community in
their stems because a separate group was formed in the
dendrogram at less than 15% (Figure 2c).
Twenty-four bands were retrieved from the DGGE gel
(marked in Figure 2c with the letter E, followed by a
number). From the sequenced bands, 17 sequences
could be associated with the genus Microbacterium (E1-
E9, E11-E14, E19-E21, E24), two with Actinobacteria
(E10, E22) and one sequence for each of the following
genera: Brachybacterium (E15), Cellulomonas (E16) and
Nocardioides (E23). Two bands were related to chloro-
plasts (E17, E18).
Although fungal communities were not evaluated by
cultivation-dependent approaches, their diversity was
determined in the stems and leaves of the four genotypes
of L. sidoides by PCR-DGGE (using the primers listed in
Table 2), contributing to a better understanding of the
microbial communities associated with this plant. The
resulting DGGE profiles (Figure 3) were more complex
than the profiles obtained for the bacterial communities.
However, an evident distinction between the leaf-derived
profiles and those from the stems could be observed in
DGGE, as it was observed for the total bacteria, Alpha-
proteobacteria and Betaproteobacteria. Two groups were
formed at 54% in the resulting dendrogram based on the
location in the plant (Figure 3). Plants from the genotype
LSID003 seemed to select the fungal community present
in their leaves, as a separate group was formed in the
dendrogram at approximately 20%. Different bands were
retrieved from the gel (marked in Figure 3 with the letter
F, followed by a number), and their phylogenetic com-
parison revealed 29 sequences associated with the genus
Lasiodiplodia (F2-F4, F6, F8-F10, F12, F13, F15-F18,
F20, F21, F23-F26, F30-F35, F47, F50, F52, F53), 11 with
Botryosphaeria (F1, F5, F7, F11, F14, F19, F22, F36, F48,
F49, F51), seven with Mycosphaerella (F38-F40, F42,
F43, F45, F46), two with Corynespora (F55, F56) and one
with each of the following genera: Neoaleurodiscus
(F27), Ceratobasidium (F29), Heteroacanthella (F37),
Pantospora (F41), Passalora (F44) and Massarinaceae
(F54). While bands related to the genera Neoaleurodis-
cus and Heteroacanthella were found in the stems,
Mycosphaerella, Pantospora, Passalora, Massarinaceae
and Corynespora were exclusively detected in the leaves.
Although a few members of the Basidiomycota (Cerato-
basidium and Heteroacanthella) were present, the ma-
jority of the bands from both leaves and stems were
associated with the Ascomycota.
Principal component analysis (PCA) of DGGE patterns
Ordination of the PCR-DGGE profiles using PCA sup-
ported the aforementioned effects of plant location on
the bacterial (Alphaproteobacteria and Betaproteobac-
teria) and fungal communities (Figure 6a, b, c, d, f ). This
effect was not clearly observed for the actinobacterial
community (Figure 6e).
The first PCA axes explained 51.2, 32.8, 25.0, 26.3,
25.9 and 23.4% of the variance, whereas the second ones
covered 20.1, 23.6, 19.2, 20.4, 14.6 and 14.7% (Figure 6a,
b, c, d, e, f, respectively). With respect to the total bac-
terial communities, PCA ordination of the samples
showed a tendency for these communities to group
based on their origin, i.e., from the leaves or from the
stems, mainly along the second axis (Figure 6a, b). Fur-
thermore, it was possible to separate the leaf-derived
samples in accordance to the presence of thymol
(Figure 6a, b). PCA of the samples from the Alphapro-
teobacteria showed a separation along the first and sec-
ond axes of the communities found in the leaves and in
the stems (Figure 6c). While the leaf-derived samples
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Figure 5 Minimum inhibitory concentration (MIC)
determination of the isolated strains for the essential oil from
genotypes LSID006 and LSID104.
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Figure 6 Principal component analysis (PCA) ordination diagram with stem and leaf samples from Lippia sidoides genotypes LSID003,
LSID006, LSID104 and LSID105 and the components of the essential oil (thymol and carvacrol) as variables (arrows): first axis -
horizontal, second axis - vertical. The fraction of the total variance accounted for by each axis is indicated in parentheses. The corresponding
communities analyzed are as follows: (a) (b) total bacteria, (c) Alphaproteobacteria, (d) Betaproteobacteria, (e) Actinobacteria and (f) fungi. The
genotypes are represented by the three first numbers (LSID - 003, 006, 104 and 105), followed by C or F for stem and leaf samples and T1 and T2
corresponding to the replicates.
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belonging to the genotypes LSID003, LSID006 and
LSID105 were grouped in accordance to the presence of
thymol, those from LSID104 were also correlated with
the presence of carvacrol (Figure 6c). Likewise, PCA of
the Betaproteobacteria samples showed the tendency to
group according to plant location. Stem-derived samples
were separated from leaf-derived samples mainly along
the first axis. The Betaproteobacteria community found
in the leaves was also associated with the presence of
thymol (Figure 6d). With respect to the Actinobacteria,
PCA ordination of the samples did not show any ten-
dency to group, along either the first or second axes
(Figure 6e). In this case, the presence of thymol does not
seem to be related to the actinobacterial communities
found in the leaves of L. sidoides (Figure 6e). Finally,
PCA ordination of the fungal communities showed a
loose grouping in the function of the plant location
along the second axis (Figure 6f ). Again, the essential oil
component, thymol, may have a positive effect on the se-
lection of the leaf-derived fungal communities.
Discussion
The interaction between plants and microorganisms has
already been studied in different essential oil-producing
plants, such as vetiver [13,14,33] and basil [34]. In a few
cases, the microbial community associated with the plant
interferes with the composition of the essential oil [13,14].
Thus far, there is no evidence that the essential oil pro-
duced in the leaves of Lippia sidoides (pepper-rosmarin),
which is composed mainly of the two strongly antimicro-
bial monoterpenes thymol and carvacrol, is biotrans-
formed inside the plant. Additionally, no data were
available in the literature showing whether the essential
oil interferes with the diversity of the microbial communi-
ties found inside of the plant and in strict contact with the
volatile components of the essential oil. Therefore, we
used cultivation-dependent and cultivation-independent
methods to analyze microorganisms to increase our
understanding of the behavior of the different microbial
communities present in the stems and leaves (where the
essential oil is found) of L. sidoides.
The CFUs were determined following the disinfection
of the stems and leaves of four genotypes of L. sidoides.
Bacterial colonization of the interior of L. sidoides was
expected as it was previously observed in other plants
[35,36]. However, no bacterial cells were recovered from
the leaves of three genotypes (LSID003, LSID006 and
LSID104), and the number of colonies from the leaves of
the remaining genotype was much lower than the CFUs
found in the stems. We hypothesize that the cells were
killed when they were placed in direct contact with the
essential oil after the maceration of the leaves. The
endophytic bacteria found inside the stems would be
better protected against the antimicrobial effect of the
essential oil. To support this argument, the susceptibility
of the bacterial isolates to the essential oil obtained from
L. sidoides genotypes LSID006 and LSID104 was deter-
mined. The essential oil from the genotype LSID006 was
chosen to represent the ones from LSID003 and
LSID105 which are similar in their thymol and carvacrol
contents. MIC determination showed that 85.7% and
74.6% of the strains tested presented a MIC ≥ 0.25 mg
ml-1 of essential oil from genotypes LSID006 and
LSID104, respectively, suggesting an intermediate sensi-
tivity of the isolates to the presence of both essential
oils. However, no difference in the susceptibility range
could be observed between the stem-derived and leaf-
derived strains. It is important to state that the number
of leaf-derived strains tested was much lower than the
number of stem-derived strains, thus compromising the
interpretation of the results obtained.
In total, 145 endophytic bacterial isolates were obtained
mostly from the stems. Our results suggest that the most
dominant group associated with the L. sidoides genotypes
was the Gammaproteobacteria, which is consistent with
other studies [33,37,38]. Isolates from the genera Bacillus
and Paenibacillus (belonging to the Firmicutes) were
mainly obtained from LSID105 leaves (Figure 4). Because
members of these genera are spore formers, they may have
resisted exposure to the essential oil after maceration of
the leaves. Although we do not know whether the isolated
strains have any plant growth promoting potential, other
studies have already demonstrated the importance of the
different genera found here as nitrogen fixers, phosphate
solubilizers and/or auxin producers in other plants [39,40].
As the cultivation-dependent methodology used was
affected by cell death in the leaves, the PCR-DGGE ap-
proach chosen to determine the structure of the micro-
bial communities found in the leaves and stems of L.
sidoides became crucial to this study. Moreover, it
allowed access to the communities (such as the Alpha-
proteobacteria, Betaproteobacteria and Actinobacteria)
possibly present in lower numbers or that failed to grow
under the conditions used for isolation.
Similar results were obtained when the total bacteria
(accessed by two different sets of primers for PCR amplifi-
cation), Alphaproteobacteria and Betaproteobacteria com-
munities were considered. Slight differences in DGGE
profiles were observed among the genotypes; nevertheless,
these differences did not contribute to the grouping of the
different communities as much as the location in the plant
(stem or leaf) where these communities were found. In
contrast, plant genotypes were shown to have great influ-
ence on the microbial communities associated with other
plants [41,42].
While total bacteria and Betaproteobacteria were corre-
lated with the presence of thymol in the leaves, the Alpha-
proteobacteria community was correlated with the
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presence of both thymol and carvacrol (more specifically
in the genotype LSID104 where carvacrol is the main es-
sential oil component). Because Rhizobium was the pre-
dominant genus detected within the Alphaproteobacteria
community, we may assume that it can withstand the pres-
ence of the volatile components of the essential oil. The
same postulation can be made for the genera Comamonas
and Acidovorax because they were only found in samples
from leaves. In contrast, no specific grouping was observed
when Actinobacteria were considered. Actinobacterial
communities do not seem to be influenced drastically by
plant location or the presence of the essential oil in the
leaves of L. sidoides. It is well documented that Actinobac-
teria are particularly adapted to survival in harsh environ-
ments [43], which may explain why strains belonging to
the genera Curtobacterium, Microbacterium, Brevibacter-
ium and Corynebacterium were isolated in this study.
Corynebacterium was the only actinobacterial genus found
in the leaves (genotype LSID105).
When the fungal communities were evaluated, we also
observed the influence of the part of the plant sampled on
their structure, as previously demonstrated for bacteria.
However, the DGGE profiles were more complex, and a
greater diversity of genera was observed within the fungal
communities. The phylum Ascomycota was prevalent
among the different fungal taxa found. Similarly, Siqueira
et al. [44] isolated endophytic fungi representing different
species belonging to the groups Ascomycota, Coelomycetes
and Hyphomycetes from L. sidoides Cham. In Hevea brasi-
liensis (rubber tree), Gazis and Chaverri [45] observed fun-
gal communities present in the leaves that were different
from those isolated from the stem. Ascomycota was also
the prevalent fungal group found. Based on PCA, fungal
communities were to some extent correlated with the pres-
ence of thymol in the leaves.
Conclusion
On the basis of the data from bacterial and fungal com-
munities found in the leaves and stems of different geno-
types of L. sidoides, we believe that both communities
are selected by the conditions found in the interior of
the plant. Thus, the presence of an essential oil with
antimicrobial properties in the leaves certainly repre-
sents harsh survival conditions for the endophytic
microorganisms. To understand how the microbial com-
munity associated with L. sidoides contributes to the
physiology of the plant is the next step to be achieved.
Competing interests
The authors declare that they have no competing interests.
Authors’ contributions
TFS, REV and DJ carried out the experiments and LS wrote the manuscript.
DSA, CSA and AFB made significant contribution on Lippia sidoides
physiology and cultivation. All of the authors examined and agreed with the
final manuscript.
Acknowledgements
This study was supported by grants from Conselho Nacional de
Desenvolvimento Científico e Tecnológico (CNPq), Coordenação de
Aperfeiçoamento de Pessoal de Nível Superior (CAPES) and Fundação de
Amparo à Pesquisa do Estado do Rio de Janeiro (FAPERJ).
Author details
1Instituto de Microbiologia Paulo de Góes, Universidade Federal do Rio de
Janeiro, Centro de Ciências da Saúde, Bloco I, Ilha do Fundão, Rio de Janeiro
CEP 21941-590, Brazil. 2Departamento de Engenharia Agronômica,
Universidade Federal de Sergipe, Aracajú, SE CEP 49100-000, Brazil.
Received: 10 November 2012 Accepted: 30 January 2013
Published: 7 February 2013
References
1. Botelho MA, Nogueira NA, Bastos GM, Fonseca SG, Lemos TL, Matos FJ,
Montenegro D, Heukelbach J, Rao VS, Brito GA: Antimicrobial activity of
the essential oil from Lippia sidoides, carvacrol and thymol against oral
pathogens. Braz J Med Biol Res 2007, 40:349–356.
2. Martins ER, Castro DM, Castellani DC, Dias JE: Plantas Medicinais. Imprensa
Universitária, Brazil: Universidade Federal de Viçosa - UFV; 1994:1–29.
3. Lemos TL, Craveiro AA, Alencar JW, Matos FJ, Clarck AM, MacChesney JD:
Antimicrobial activity of essential oil of Brazilian plants. Phytother Res
1990, 4:82–84.
4. Oliveira FP, Lima EO, Siqueira-Júnior JP, Souza EL, Santos BHC, Barreto HM:
Effectiveness of Lippia sidoides Cham. (Verbenaceae) essential oil in
inhibiting the growth of Staphylococcus aureus strains isolated from
clinical material. Braz J Pharmacogn 2006, 16:510–516.
5. Carvalho AF, Melo VM, Craveiro AA, Machado MI, Bantim MB, Rabelo EF:
Larvicidal activity of the essential oil from Lippia sidoides Cham. against
Aedes aegypti linn. Mem Inst Oswaldo Cruz 2003, 98:569–571.
6. Cavalcanti SC, Niculau Edos S, Blank AF, Câmara CA, Araújo IN, Alves PB:
Composition and acaricidal activity of Lippia sidoides essential oil against
two-spotted spider mite (Tetranychus urticae Koch). Bioresour Technol
2010, 101:829–832.
7. Lima RK, Cardoso MG, Moraes JC, Carvalho SM, Rodrigues VG, Guimarães
LGL: Chemical composition and fumigant effect of essential oil of Lippia
sidoides Cham. and monoterpenes against Tenebrio molitor (L.)
(coleoptera: tenebrionidae). Ciênc agrotec 2011, 35:664–671.
8. Costa SMO, Lemos TLG, Rodrigues FFG, Pessoa ODL, Pessoa C, Montenegro
RC, Braz-Filho R: Chemical constituents from Lippia sidoides and cytotoxic
activity. J Nat Prod 2001, 64:792–795.
9. Morais SR, Oliveira TLS, Bara MTF, Conceição EC, Rezende MH, Ferri PH, de
Paula JR: Chemical constituents of essential oil from Lippia sidoides
Cham. (Verbenaceae) leaves cultivated in Hidrolândia, Goiás, Brazil. Int J
Anal Chem 2012, 4. doi:10.1155/2012/363919. Article ID 363919.
10. Fernandes LP, Éhen Z, Moura TF, Novák C, Sztatisz J: Characterization of
Lippia sidoides oil extract-b-cyclodextrin complexes using combined
thermoanalytical techniques. J Therm Anal Calorim 2004, 78:557–573.
11. Castro CE, Ribeiro JM, Diniz TT, Almeida AC, Ferreira LC, Martins ER, Duarte
ER: Antimicrobial activity of Lippia sidoides Cham. (Verbenaceae)
essential oil against Staphylococcus aureus and Escherichia coli. Rev Bras
Plantas Med 2011, 13:293–297.
12. Bertea C, Camusso W: Anatomy, biochemistry, and physiology. In Vetiveria,
The Genus Vetiveria. Edited by Maffei M. London: Taylor & Francis;
2002:19–43.
13. Adams RP, Habte M, Park S, Dafforn MR: Preliminary comparison of vetiver
root essential oils from cleansed (bacteria- and fungus-free) versus non-
cleansed (normal) vetiver plants. Biochem Syst Ecol 2004, 32:1137–1144.
14. Del Giudice L, Massardo DR, Pontieri P, Bertea CM, Mombello D, Carata E,
Tredici SM, Talà A, Mucciarelli M, Groudeva VI, De Stefano M, Vigliotta G,
Maffei ME, Alifano P: The microbial community of Vetiver root and its
involvement into essential oil biogenesis. Environ Microbiol 2008,
10:2824–2841.
15. Marinho MJM, Albuquerque CC, Morais MB, Souza MCG, Silva KMB:
Establishment of protocol for Lippia gracilis Schauer micropropagation.
Rev Bras Plantas Med 2011, 13:246–252.
16. Blank AF, Oliveira TC, Santos RB, Niculau ES, Alves PB, Arrigoni-Blank M:
Genotype - age interaction in pepper-rosmarin. In International
Horticulture Congress 28, Seminar Abstracts. Lisboa; 2010:77.
da Silva et al. BMC Microbiology 2013, 13:29 Page 13 of 14
http://www.biomedcentral.com/1471-2180/13/29
17. Pitcher DG, Saunders NA, Owen RJ: Rapid extraction of bacterial genomic
DNA with guanidium thiocyanate. Lett Appl Microbiol 1989, 8:151–156.
18. Sambrook J, Fritsch EF, Maniatis T: Molecular cloning: a laboratory manual.
New York, N.Y., USA: Cold Spring Harbor Laboratory Press; 1989.
19. Versalovic J, Schneider M, De Bruijn FJ, Lupski JR: Genomic fingerprinting
of bacteria using repetitive sequence-based polymerase chain reaction.
Methods Mol Cell Biol 1994, 5:25–40.
20. De Bruijn FJ: Use of repetitive (repetitive extragenic palindromic and
enterobacterial repetitive intergeneric consensus) sequences and the
polymerase chain reaction to fingerprint the genomes of Rhizobium
meliloti isolates and other soil bacteria. Appl Environ Microbiol 1992,
58:2180–2187.
21. Massol-Deya AA, Odelson DA, Hickey RF, Tiedje JM: Bacterial community
fingerprinting of amplified 16S and 16S-23S ribosomal DNA gene
sequences and restriction endonuclease analysis (ARDRA). In Molecular
Microbiology Ecology Manual 3.3.2. Edited by Akkermans ADL, Van Elsas JD,
Bruijn FJ. Dordrecht: Kluwer Academic Publishers; 1995:1–18.
22. Clinical and Laboratory Standards Institute (CLSI): Methods for dilution
antimicrobial susceptibility tests. 4th edition. Wayne, PA, USA: Approved
Standards, M7-A4; 2008.
23. Silva ACR, Lopes PM, Azevedo MMB, Costa DCM, Alviano CS, Alviano DS:
Biological activities of α-pinene and β-pinene enantiomers. Molecules
2012, 17:6305–6316.
24. White TJ, Bruns TD, Lee S, Taylor J: Analysis of phylogenetic relationships
by amplification and direct sequencing of ribosomal RNA genes. In PCR
protocols: a guide to methods and applications. Edited by Innis MA, Gelfand
DH, Sninsky JJ, White TH. New York: Academic Press; 1990:315–322.
25. Gardes M, Bruns TD: ITS primers with enhanced specificity for
basidiomycetes: application to the identification of mycorrhizae and
rusts. Mol Ecol 1993, 2:113–118.
26. Nübel U, Engelen B, Felske A, Snaidr J, Wieshuber A, Amann RI, Ludwig W,
Backhaus H: Sequence heterogeneities of genes encoding 16S rRNAs in
Paenibacillus polymyxa detected by temperature gradient gel
electrophoresis. J Bacteriol 1996, 178:5636–5643.
27. Heuer H, Krsek M, Baker P, Smalla K, Wellington EM: Analysis of
actinomycete communities by specific amplification of genes encoding
16S rRNA and gel-electrophoretic separation in denaturing gradients.
Appl Environ Microbiol 1997, 63:3233–3241.
28. Smit E, Leeflang P, Glandorf B, Van Elsas JD, Wernars K: Analysis of fungal
diversity in the wheat rhizosphere by sequencing of cloned PCR-
amplified genes encoding 18S rRNA and temperature gradient gel
electrophoresis. Appl Environ Microbiol 1999, 65:2614–2621.
29. Chelius MK, Triplett EW: The diversity of Archaea and Bacteria in
association with the roots of Zea mays L. Microb Ecol 2001, 41:252–263.
30. Gomes NCM, Heuer H, Schönfeld J, Costa R, Mendonça-Hagler L, Smalla K:
Bacterial diversity of the rhizosphere of maize (Zea mays) grown in
tropical soil studied by temperature gradient gel electrophoresis. Plant
Soil 2001, 232:167–180.
31. Dias ACF, Dini-Andreote F, Taketani RG, Tsai SM, Azevedo JL, Melo IS,
Andreote FD: Archaeal communities in the sediments of the three
contrasting mangroves. J Soils Sediments 2011, 8:1466–1476.
32. McCune B, Mefford MJ: PC-ORD: Multivariate analysis of ecological data.
Oregon, USA: version 6.0 MjM Software, Gleneden Beach; 2011.
33. Monteiro JM, Vollú RE, Coelho MR, Alviano CS, Blank AF, Seldin L:
Comparison of the bacterial community and characterization of plant
growth-promoting rhizobacteria from different genotypes of
Chrysopogon zizanioides (L.) Roberty (vetiver) rhizospheres. J Microbiol
2009, 47:363–370.
34. Tiwari R, Kalra A, Darokar MP, Chandra M, Aggarwal N, Singh AK, Khanuja
SP: Endophytic bacteria from Ocimum sanctum and their yield enhancing
capabilities. Curr Microbiol 2010, 60:167–171.
35. Franke IH, Fegan M, Hayward C, Leonard G, Sly LI: Molecular detection of
Gluconacetobacter sacchari associated with the pink sugarcane
mealybug Saccharicoccus sacchari (Cockerell) and the sugarcane leaf
sheath microenvironment by FISH and PCR. FEMS Microbiol Ecol 2000,
131:61–71.
36. James EK, Gyaneshwar P, Mathan N, Barraquio WL, Reddy PM, Iannetta PP,
Olivares FL, Ladha JK: Infection and colonization of rice seedlings by the
plant growth-promoting bacterium Herbaspirillum seropedicae Z67. Mol
Plant Microbe Interact 2002, 15:894–906.
37. Sun L, Qiu F, Zhang X, Dai X, Dong X, Song W: Endophytic bacterial
diversity in rice (Oryza sativa L.) roots estimated by 16S rDNA sequence
analysis. Microb Ecol 2008, 55:415–424.
38. Marquez-Santacruz HA, Hernandez-Leon R, Orozco-Mosqueda MC,
Velazquez-Sepulveda L, Santoyo G: Diversity of bacterial endophytes in
roots of Mexican husk tomato plants (Physalis ixocarpa) and their
detection in the rhizosphere. Genet Mol Res 2010, 9:2372–2380.
39. Asis CA Jr, Adachi K: Isolation of endophytic diazotroph Pantoea
agglomerans and nondiazotroph Enterobacter asburiae from sweetpotato
stem in Japan. Lett Appl Microbiol 2003, 38:19–23.
40. Kuklinsky-Sobral J, Araújo WL, Mendes R, Geraldi IO, Pizzirani-Kleiner AA,
Azevedo JL: Isolation and characterization of soybean-associated bacteria
and their potential for plant growth promotion. Environ Microbiol 2004,
6:1244–1251.
41. Appuhn A, Joergensen RG: Microbial colonisation of roots as a function of
plant species. Soil Biol Biochem 2006, 38:1040–1051.
42. Aira M, Gómez-Brandón M, Lazcano C, Bååth E, Domínguez J: Plant
genotype strongly modifies the structure and growth of maize
rhizosphere microbial communities. Soil Biol Biochem 2010, 42:2276–2281.
43. Adegboye MF, Babalola OO: Taxonomy and ecology of antibiotic
producing actinomycetes. Afr J Agric Res 2012, 7:2255–2261.
44. Siqueira VM, Conti R, Araújo JM, Souza-Motta CM: Endophytic fungi from
the medicinal plant Lippia sidoides Cham. and their antimicrobial activity.
Symbiosis 2011, 53:89–95.
45. Gazis R, Chaverri P: Diversity of fungal endophytes in leaves and stems of
wild rubber trees (Hevea brasiliensis) in Peru. Fungal Ecol 2010, 3:240–254.
doi:10.1186/1471-2180-13-29
Cite this article as: da Silva et al.: Does the essential oil of Lippia sidoides
Cham. (pepper-rosmarin) affect its endophytic microbial community?.
BMC Microbiology 2013 13:29.
Submit your next manuscript to BioMed Central
and take full advantage of: 
• Convenient online submission
• Thorough peer review
• No space constraints or color ﬁgure charges
• Immediate publication on acceptance
• Inclusion in PubMed, CAS, Scopus and Google Scholar
• Research which is freely available for redistribution
Submit your manuscript at 
www.biomedcentral.com/submit
da Silva et al. BMC Microbiology 2013, 13:29 Page 14 of 14
http://www.biomedcentral.com/1471-2180/13/29
